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Supplementary figure S1, related to figure 1 : 2D-DIGE and SILAC proteomic approaches reveal a
modulation of expression of proteins implicated in cytoskeleton organization, cell-cell and cell-
matrix interactions.
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Supplementary figure S1, related to figure 1 : 2D-DIGE and SILAC proteomic approaches reveal a
modulation of expression of proteins implicated in cytoskeleton organization, cell-cell and cell-
matrix interactions.
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Supplementary figure S2, related to figure 1 and 4 : shA673-1c and shSK-E17T clones expressing a
DOX inducible shRNA against EWSR1-FLI1.
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Supplementary figure S3, related to figure 2: EWSR1-FLI1 expression is heterogeneous in Ewing cell
lines.
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Supplementary figure S4, related to figure 3: LOX is down regulated by EWSR1-FLI1



